Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.004 Å; R factor = 0.049; wR factor = 0.121; data-to-parameter ratio = 13.8.
In the title compound, C 17 H 15 N 3 O 5 S, the 2,3-dihydroxybenzaldehyde unit is oriented at a dihedral angles of 16.83 (10) and 78.87 (6) with the anilinic and 5-methyl-1,2oxazol-3-amine groups, respectively. An S(6) loop exists due to intramolecular O-HÁ Á ÁN hydrogen bonding. In the crystal, inversion dimers with R 2 2 (8) rings are formed due to N-HÁ Á ÁN hydrogen bonding between the 5-methyl-1,2-oxazol-3-amine groups. These dimers are interlinked by O-HÁ Á ÁO hydrogen bonds, forming chains along [101] and resulting in R 2 2 (26) rings.
interactions occur between the central benzene rings with a centroid-centroid distance of 3.7928 (16) Å .
Related literature
For related structures, see: Ebenezer & Muthiah (2010) ; Yildiz et al. (2010) . For graph-set notation, see: Bernstein et al. Table 1 Hydrogen-bond geometry (Å , ). 
Experimental
Equimolar quantities of 4-amino-N-(5-methylisoxazol-3-yl)-benzenesulfonamide (Sulfamethoxazole) and 2,3-dihydroxybenzaldehyde were refluxed in methanol along with few drops of acetic acid as catalyst for 1 h. The solution was kept at room temperature which afforded red prisms after two days.
Refinement
In the absence of anomalous scattering factor, the Friedel pairs were merged. The coordinates of amide and hydroxy Hatoms were refined. The H-atoms were positioned geometrically (C-H = 0.93-0.96 Å) and refined as riding with U iso (H) = xU eq (C, N, O), where x = 1.5 for hydroxy & methyl and x = 1.2 for other H-atoms. 
Computing details

Figure 2
The partial packing (PLATON; Spek, 2009) which shows that molecules form dimers. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.19 e Å −3 Δρ min = −0.27 e Å −3 Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
4-{[(E)-2,3-Dihydroxybenzylidene]amino}-N-(5-methyl-1,2-oxazol-3-yl)benzenesulfonamide
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.72001 (10) 0.57361 (7) 0.76687 (5) (17) Geometric parameters (Å, º) S1-O3 1.4275 (17) C8-C9 1.387 (4) S1-O4 1.426 (2) C8-C13 1.384 (4) S1-N2 1.632 (2) C9-C10 1.368 (4) S1-C11 1.754 (2) C10-C11 1.391 (4) (3) 172 (3) Symmetry codes: (i) −x, −y+1, −z+1; (ii) −x+1, −y+1, −z+2.
